NADDA uses the frequency of k-mers to detect conserved regions. The presence of multiple sequences including similar conserved regions is a prerequisite for high frequencies and a greater probability for correct classification. Generally, we do not want to remove redundant highly-similar sequences from our data set. However, to select the correct parameter settings, we have to remove the dependence of the parameters on the redundant sequences in the data set which can otherwise result in overfitting. To overcome this problem, we used CD-HIT [1, 2] to extract a subset of sequences with less than 40% sequence identity from data set #11. This subset is composed of 3,694 sequences. Then we used the original data set (#11) to compute the frequencies but used only the 3,694 sequences of the subset to select our parameters.
